The complete genome sequences of Brevundimonas naejangsanensis strain FS1091 and Bacillus amyloliquefaciens strain FS1092, which were isolated from a commercial fresh-cut-produce-processing facility, were determined. Both FS1091 and FS1092 have one circular chromosome of approximately 3.15 and 4.24 Mb, respectively.
plete genome sequences for each strain were obtained by de novo assembly using SPAdes version 3.12.0 (13) hybrid assembly (with default settings) based on both MiSeq and MinION data generated for each strain. The synteny and correctness of the assembly for each strain genome were confirmed by comparing the hybrid assembly with de novo assembly of the genomes using Nanopore MinION data alone, performed with Canu software version 1.7 (14) , as described previously (15) . Default parameters were used for all software unless otherwise noted.
The genome of B. naejangsanensis strain FS1091 (single replicon, 3,150,039 bp, GC content of 67.3%) contains 2,967 protein-coding sequences, 49 tRNAs, and 2 copies of the rRNA coding genes. The B. amyloliquefaciens strain FS1092 genome (single replicon, 4,240,930 bp, GC content of 45.9%) contains 4,057 protein-coding sequences, 87 tRNAs, and 9 copies of the rRNA coding genes.
These are the first complete genome sequences of B. naejangsanensis and B. amyloliquefaciens strains isolated from a fresh-produce-processing facility. Further analysis of these genomes will provide insights regarding environmental bacteria interacting with foodborne pathogens and affecting their colonization and persistence in produce-processing environments.
Data availability. The genome sequences of these two strains have been deposited in GenBank. Illumina MiSeq raw reads, Nanopore MinION raw reads, and the assembled sequences for B. naejangsanensis strain FS1091 can be accessed under accession numbers SRR8697623, SRR8697008, and CP038027, respectively. The corresponding accession numbers for B. amyloliquefaciens strain FS1092 are SRR8697624, SRR8697007, and CP038028, respectively.
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